The genome sequence of the entomopathogen Bacillus thuringiensis subsp. thuringiensis strain IS5056 was determined. The chromosome is composed of 5,491,935 bp. In addition, IS5056 harbors 14 plasmids ranging from 6,880 to 328,151 bp, four of which contain nine insecticidal protein genes, cry1Aa3, cry1Ab21, cry1Ba1, cry1Ia14, cry2Aa9, cry2Ab1, vip1, vip2, and vip3Aa10. 
arious strains of Bacillus thuringiensis are used worldwide as natural biopesticides to control insect pests. Their entomopathogenicity is due to insecticidal proteins produced during vegetative growth (vegetative insecticidal proteins [Vips] ) and sporulation (crystal ␦-endotoxins [Cry]; cytolytic toxins [Cyt] ) (1) . B. thuringiensis subsp. thuringiensis strain IS5056 (serotype H1), isolated in 2005 from soil collected in Biebrza National Park (Poland), produces a quasicuboidal bipyramidal crystal composed of Cry toxins highly toxic to Trichoplusia ni larvae (2) and also harbors vip genes (3) encoding toxins known to enhance activity of Cry proteins (4) .
The total genomic DNA of IS5056 was used to construct three libraries: (i) a GS FLXϩ shotgun library using the GS FLXϩ library preparation kit, (ii) an 8-kb-long paired-end library using the GS FLX paired-end kit, and (iii) an Illumina paired-end library using the Illumina TruSeq2.0 kit (Roche Diagnostics GmbH, Mannheim, Germany). The libraries were sequenced using the genome sequencer FLXϩ System (Roche), which yielded 178 million nucleotides covering the genome~18-fold, and the Illumina HiScanSQ genome analyzer (Illumina Inc.), which generated~400 million nucleotides covering the genome~40-fold. All high-quality reads were assembled into 161 contigs in 21 scaffolds with the Newbler de novo assembler (454 sequencing system software; Roche). Gaps were filled using the Expand long-template PCR system (Roche), after which the PCR amplicons were sequenced in the ABI3500 genetic analyzer (Applied Biosystems).
The 6.8-Mb genome of IS5056 consisted of a 5,491,935-bp circular chromosome and 14 circular replicons: pIS56-6 (6,880 bp), pIS56-8 (8,251 bp), pIS56-9 (9,671 bp), pIS56-11 (11,331 bp), pIS56-15 (15,185 bp), pIS56-16 (16,206 bp), pIS56-39 (39,749 bp), pIS56-63 (63,864 bp), pIS56-68 (68,616 bp), pIS56-85 (85,134 bp), pIS56-107 (107,431 bp), pIS56-233 Altogether, IS5056 harbors nine genes encoding insecticidal proteins, which reside on four plasmids. The vip1 and vip2 genes occur in pIS56-328. The cry1Aa3, cry1Ia14, cry2Aa9, and cry2Ab1 homologues, together with the vip3Aa10 gene, create a pathogenicity island in pIS56-285. The cry1Ba1 and cry1Ab21 homologues are present in pIS56-107 and pIS56-63, respectively. The availability of the IS5056 genome should facilitate the study of plasmid and insecticidal protein gene diversity and the regulation of insecticidal protein expression and will contribute to deeper understanding of the evolution of entomopathogenicity among B. thuringiensis strains.
Nucleotide sequence accession numbers. The complete genome sequence of B. thuringiensis IS5056 has been deposited in GenBank under accession numbers CP004123 (chromosome) and CP004124 to CP004137 (plasmids).
